Cell shape and size were examined using transmission electron microscopy after growth on tryptic soy agar (TSA; Difco) at 30 C for 24 h. Motility was evaluated by observing cells growing in wet mounts using phase-contrast microscopy (TMS-F; Nikon). Gram staining was performed as described by Jenkins [10] . Growth conditions were determined in tryptic soy broth (TSB; Difco) [11] . Briefly, growth at different temperatures (4, 10, 25, 30, 37, 40 and 50 C) in TSB was first recorded at pH 7.0. The pH range for bacterial growth was determined in TSB adjusted to various pH values (pH 5.0-11.0, at intervals of 0.5) using citric acid/ sodium citrate for pH 5.0-5.5, Na 2 HPO 4 /NaH 2 PO 4 for pH 6.0-8.0, Tris/HCl for pH 8.5-9.5 and glycine/sodium hydroxide for pH 10.0-11.0. Tolerance of the strains to varying amounts of NaCl was tested in nutrient broth (pH 7.0), which was adjusted to different NaCl concentrations [0.5, 1, 2, 3, 4, 5, 10, 20 and 21 % (w/v)] in TSB. Hydrolysis of casein, starch, and Tween 80 were determined as described by Cowan and Steel [12] . Hydrolysis of gelatin and aesculin were assessed according to the methods described by Smibert and Krieg [13] . Anaerobic growth in a 100 % CO 2 atmosphere was examined after incubation on TSA plates at 30 C for 1 week in anaerobic jars (the candlejar method; [14] ). Catalase and oxidase activities were measured as described by Smibert and Krieg [13] . The enzymatic activity and acid-producing capabilities of the two novel strains and reference strains were assessed using API ZYM and 50CH test kits (bioM erieux) according to the manufacturer's instructions. Additionally, to determine carbon-source utilization, Biolog GP2 MicroPlate tests were performed according to the manufacturer's instructions using a 24 h incubation.
The two isolates were observed to be coccoid cells, about 1.2-1.5 µm in diameter (Fig. S1 , available in the online Supplementary Material). The physiological and biochemical results for the two isolates are listed in Table 1 and in the species description.
Analysis of the 16S rRNA gene sequence was used to confirm the relationship of the two novel strains to closely related described species of the family Staphylococcaceae. The 16S rRNA gene was amplified by PCR using primers 8F/1525R as described previously [15, 16] . Sequences of 1465 and 1467 bp of 26D10-3-4 T and 9-4-1 were obtained by sequencing. After multiple sequence alignment using CLUSTAL W, phylogenetic analysis with related reference species was achieved by the maximum-likelihood, neighbourjoining and maximum-parsimony methods using MEGA5.1 software. The resulting tree was evaluated using 1000 bootstrap replicates [17] [18] [19] . To determine DNA base composition, genomic DNA from the two novel strains was isolated and purified according to the method described by Marmur [20] . The DNA G+C content was analysed using highperformance liquid chromatography as previously described by Mesbah et al. [21] . DNA fingerprinting by ERIC (primers ERIC1/ERIC2) was carried out according to the described protocol [22, 23] .
16S rRNA gene sequence analysis revealed that the two novel isolates share 100 % sequence similarity with each other, showing the highest sequence similarity with Salinicoccus qingdaonensis ZXM223 T (95.0 %) and Salinicoccus kunmingensis YIM Y15 T (94.7 %). The isolates share less than 94.5 % 16S rRNA gene sequence similarity with all other species with validly published names (www.
ezbiocloud.net [24] ). In the maximum-likelihood phylogenetic tree, the two isolates form a distinct cluster within the family Staphylococcaceae, with 100 % bootstrap support. Although the two strains share high 16S rRNA gene sequence similarity with species of the genus Salinicoccus, according to the maximum-likelihood phylogenetic tree the two isolates are not closely related to any genus within the family Staphylococcaceae (Figs 1, S2 and S3) . The DNA G+C content of both novel strains is 38.2 mol%. The genomic fingerprints generated using ERIC primers clearly demonstrate that the two novel isolates are distinct from each other (Fig. S4 ).
Ubiquinones were extracted from strain 26D10-3-4
T according to the method of Collins et al. [25] , analysed by HPLC [26, 27] , and confirmed by liquid chromatography-MS. Polar lipids from 100 mg freeze-dried cell material of strain
Salinicoccus salsiraiae RH-1 T (DQ333949)
Salinicoccus siamensis PN1-2 T (AB258358) 
Salinicoccus jeotgali S2R53-5 T (DQ471329)

Salinicoccus roseus DSM 5351 T (X94559)
Salinicoccus sesuvii CC-SPL15-2 T (FR669114)
Salinicoccus hispanicus DSM 5352 T (AY028927)
Salinicoccus halodurans W24 T (DQ989633)
Salinicoccus carnicancri Crm T (ANAM01000008)
Salinicoccus albus YIM-Y21 T (EF177692)
Salinicoccus qingdaonensis ZXM223 T (FJ436724)
Salinicoccus kunmingensis YIM Y15 T (DQ837380)
Salinicoccus
26D10-3-4
T were analysed by two-dimensional TLC, as described by Minnikin et al. [28] . Peptidoglycan structure analysis of strain 26D10- [3] [4] T was performed by the Identification Service of the Leibniz-Institut Deutsche Sammlung von Mikroorganismen und Zellkulturen (DSMZ; Braunschweig, Germany) according to Schleifer and Kandler [29] and MacKenzie [30] . For cellular fatty acid analysis, the two novel isolates were grown on TSB for 1 day at 30 C; fatty acid methyl esters were extracted and analysed according to the standard protocol of the Sherlock Microbial Identification System (MIDI, version 6.0) [31] .
MK-6 (8.5 %) and MK-7 (91.5 %) were identified as the menaquinones of strain 26D10-3-4 T , and the major menaquinones were found to be similar to those of Jeotgalicoccus halotolerans but different from those of the genus Salinicoccus ( Table 2 ). The polar lipid profiles of the novel ss contain diphosphatidylglycerol, phosphatidylglycerol, two unidentified phospholipids (PL1, PL2) and three unidentified glycolipids (GL1, GL2, GL3) (Fig. S5) . The presence of GL1 and absence of PL3 in the novel strains was useful for distinguishing them from Salinicoccus qingdaonensis CGMCC 1.8895
T . Moreover, the presence of GL3 and and absence of PL3 can be used to differentiate the strains from Jeotgalicoccus halotolerans JCM 11198 T (Table 1) . Peptidoglycans contain the amino acids lysine (Lys), alanine (Ala), glycine (Gly) and glutamic acid (Glu), and the peptidoglycan type of the novel strains is A3a based on L-Lys-Gly3-?Ala; in contrast, Salinicoccus has the peptidoglycan structure LLys-Gly5/5-6 [32] and Jeotgalicoccus L-Lys-Gly3-4-L-Ala (Gly) [6] .
The main fatty acids (>10 %) iso-C 15 : 0 , anteiso-C 15 : 0 , iso-C 17 : 0 and anteiso-C 17 : 0 were detected in the two isolates (detailed in Table 1 ). The main fatty acids are similar to those in closely related reference species. However, the novel isolates can be distinguished from related reference strains by the amount of iso-C 15 : 0 (Table 1) .
The phylogenetic data and biochemical and chemotaxonomic characteristics support the conclusion that the two novel strains should be assigned to a novel species of a new genus of the family Staphylococcaceae. Indeed, the low optimum NaCl concentration for growth (2 %), the low 16S rRNA gene sequence similarity with related reference species and the peptidoglycan type (L-Lys-Gly3-?Ala) clearly distinguish the novel strains from closely related genera (Table 2) . Moreover, the ability to hydrolyse aesculin, the inability to hydrolyse Tween 80, the production of acid from fructose and D-glucose clearly distinguish the novel strains from closely related species (Table 1) . Based on these analyses, it is proposed that the two isolates should be assigned to a novel species of a new genus of the family Staphylococcaceae, for which the name Corticicoccus populi gen. nov., sp. nov. is proposed. Peptidoglycan type L-Lys -Gly3-?Ala Variable reactions are observed for acid production from trehalose, sucrose and salicin (API 50CHB/E, negative for the type strain). ositive for alkaline phosphatase, esterase lipase (C8), leucine arylamidase and b-glucosidase activities. Variable reactions are observed for esterase (C4) and valine arylamidase (negative for the type strain) activities.
The type strain is 26D10-3-4 T (=CFCC 12725 T =KCTC 33575 T ), isolated from symptomatic bark tissue of a Populus Â euramericana canker. The DNA G+C content of the type strain is 38.2 mol%. An additional strain of the species is 9-4-1.
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